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ri: 721 p . Reports Chain , H-Ras P2...[gi:494925] 



BLink, Conserved 
Domains, Links 



LOCUS 

DEFINITION 

ACCESSION 

VERSION 

DBSOURCE 



KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 



72IP 166 aa ^ . „_linear PRI 07-OCT-1998 

H-Ras P21 Profein Mutant With Gin 61 Replaced By, Leu (Q611) Complex 
With Guanosine-5'-[b,G-Imido] Triphosphate. ^ 
721P 

721P GI : 494925 _ _ ^ 

pdb: molecule 721P, chain 32, release Ju n ''6 / 1 9 91.; ^ 0^ 

deposition: Jun 6, 1991; ^^1^--— = ' <>^C:<-0"^CXLuu^c>y 

class : Oncogene Protein; M 
source: Human (Homo Sapiens) Cellular Harvey-Ras Gene Truncated And 
Expressed In {Escherichia Coli); 
Exp. method: X-Ray Diffraction. 



TITLE 



JOURNAL 
PUBMED 
REFERENCE 
AUTHORS 

TITLE 

JOURNAL 
PUBMED 
REFERENCE 

AUTHORS 

TITLE 

JOURNAL 
COMMENT 

FEATURES 

source 



SecStr 
SecStr 
Het 

SecStr 
SecStr 
SecStr 
SecStr 
SecStr 



(human) 



Homo sapiens 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Euarchontoglires ; Primates; Catarrhini; 
Hominidae ; Homo . 

1 (residues 1 to 166) 

Pai,E.F., Krengel,U., Petsko,G.A., Goody, R.S., Kabsch,W. and 
Wittinghof er , A, 

Refined crystal structure of the triphosphate conformation of H-ras 
p21 at 1.35 A resolution: implications for the mechanism of GTP 
hydrolysis 

EMBO J. 9 (8), 2351-2359 .(rl'Sm)-^'' 
2196171 

2 (residues 1 to 166) 

Krengel,U., Schlicht ing, L . , Scherer,A., Schumann, R., Freeh, M., 
John, J., Kabsch,W., Pai,E.F. and Wittinghof er , A. 

Three-dimensional structures of H-ras p21 mutants: molecular basis 
for their inability to function as signal switch molecules 
Cell 62 (3), 539-548<§(X9:9'0T^ 
2199064 

3 (residues 1 to 166) 

Krengel,U., Scherer,A., Kabsch,W., Wittinghof er, A. and Pai,E.F. 

Direct Submission _ 

Submitted ( 06- JUN->r9^9.1.). — > 

Revision History: 

JAN 31 94 Initial Entry. 

Location /Qualifiers 

1 . . 166 

/organism="Homo sapiens " 
/db xref="taxon: 9606 " 

2 . , 10 

/sec_str_type= "sheet" 
/note="strand 1" 
16 . .24 

/sec_str_type=" helix" 
/note-"helix 1" 

join (bond (17) , bond (35) , bond (35) , bond (35) , bond (35) ) 
/heterogen=" ( MG, 168 ) Magnesium ++" 
36. .47 

/sec_str_type=" sheet " 
/note=" strand 2 " 
48. .59 

/sec_str_type=" sheet " 
/note=" strand 3" 
68. .75 

/ sec_str_type=" helix" 
/note="helix 2" 
76. .84 

/sec_str_type=" sheet " 
/note-"strand 4" 
93. .104 

/sec_str_type=" helix" 
/note=" helix 3 " 
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SecStr 



SecStr 



SecStr 



SecStr 



ORIGIN 



110 . , 117 

/ sec_str_t ype=" sheet " 
/note="strand 5" 
127 . . 137 

/sec_str__type=" helix" 
/note^"helix 4" 
139 . .145 

/sec_str_type=" sheet " 
/note="strand 6" 
152 . ,165 

/sec_str_type=" helix" 
/note="helix 5" 



// 



1 mteyklvvvg aggvgksalt iqliqnhfvd eydptiedsy rkqvvidget clldildtag 
61 leeysamrdq ymrtgegflc vfainntksf edihqyreqi krvkdsddvp mvlvgnkcdl 
121 aartvesrqa qdlarsygip yietsaktrq gvedafytlv reirqh 
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LOCUS 
DEFINITION 
ACCESSION 
VERSION 
KEYWORDS 
SOURCE 

ORGANISM 



ABO 06590 : lJA.Q^hp_^ mRNA linear PR I 05-FEB-19 99 

Homo sapiens mRNA^'f^o^r;;^.^ beta, complete cds . 

AB006590 ^m^^B ^^' ■ ' •-■ 

AB006590.1 GI:2911151 
estrogen receptor beta. 
Homo sapiens (human) 
Homo sapiens 

Chordata; Craniata; Vertebrata; Euteleostomi ; 
Euarchontoglires ; Primates; Catarrhini; 



REFERENCE 
AUTHORS 

TITLE 

JOURNAL 
PUBMED 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 



FEATURES 

source 



// 



Eukaryota; Metazoa; 
Maimnalia; Eutheria; 
Hominidae; Homo. 

1 (sites) 

Ogawa^S., Inoue,S., Watanabe^T., Hiroi,H., Orimo,A., Hosoi,T., 
Ouchi,Y. and Muramatsu,M. 

The complete primary structure of human estrogen receptor beta (hER 
beta) and its heterodimerization with ER alpha in vivo and in vitro 
Biochem. Biophys . Res. Commun . 243 (1), 122-126 (1998) 
9^73491 

2 (bases 1 to 1740) 

Ogawa,S. —7 

Direct —Submi's s i on J 

!^^iTDi^^t:^d {13-AU.G-199-7')-'SiSmito Ogawa, Saitama Medical School, 
Department of 2nd Biochemistry; 38 Morohongo, Moroyama, Iruma-gun, 
Saitama 350-0495, Japan (E-mail : suogawa@saitama-med . ac . jp, 
Tel: 81-4 92-76-149 0, Fax:81-492-9 4-9751) 
Location /Qualifiers 
1 . .1740 

/organism="Homo sapiens" 
/mo l_t y pe = " mRNA " 
/db_xref = " t axon : 9606 " 
CDS 99. . 1691 

/codon_start=l 

/product="estrogen receptor beta" 
/protein id=" BAA24953 . 1 " 
/db_xref="GI : 2911152" 

/translation="MDIKNSPSSLNSPSSYNCSQSILPLEHGSIYIPSSYVDSHHEYP 
AMTFYSPAVMNYSIPSNVTNLEGGPGRQTTSPNVLWPTPGHLSPLWHRQLSHLYAEP 
QKSPWCEARSLEHTLPVNRETLKRKVSGNRCASPVTGPGSKRDAHFCAVCSDYASGYH 
YGVWSCEGCKAFFKRSIQGHNDYICPATNQCTIDKNRRKSCQACRLRKCYEVGMVKCG 
SRRERCGYRLVRRQRSADEQLHCAGKAKRSGGHAPRVRELLLDALSPEQLVLTLLEAE 
PPHVLISRPSAPFTEASMMMSLTKLADKELVHMISWAKKIPGFVELSLFDQVRLLESC 
WMEVLMMGLMWRSIDHPGKLIFAPDLVLDRDEGKCVEGILEIFDMLLATTSRFRELKL 
QHKEYLCVKAMILLNSSMYPLVTATQDADSSRKLAHLLNAVTDALVWVIAKSGISSQQ 
QSMRLANLLMLLSHVRHASNKGMEHLLNMKCKNWPVYDLLLEMLNAHVLRGCKSSIT 
GSECSPAEDSKSKEGSQNPQSQ" 

IN 

1 gttgacagcc attatacttg cccacgaatc tttgagaaca ttataatgac ctttgtgcct 
61 cttcttgcaa ggtgttttct cagctgttat ctcaagacat ggatataaaa aactcaccat 
121 ctagccttaa ttctccttcc tcctacaact gcagtcaatc catcttaccc ctggagcacg 
181 gctccatata cataccttcc tcctatgtag acagccacca tgaatatcca gccatgacat 
241 tctatagccc tgctgtgatg aattacagca ttcccagcaa tgtcactaac ttggaaggtg 
301 ggcctggtcg gcagaccaca agcccaaatg tgttgtggcc aacacctggg cacctttctc 
361 ctttagtggt ccatcgccag ttatcacatc tgtatgcgga acctcaaaag agtccctggt 
421 gtgaagcaag atcgctagaa cacaccttac ctgtaaacag agagacactg aaaaggaagg 
481 ttagtgggaa ccgttgcgcc agccctgtta ctggtccagg ttcaaagagg gatgctcact 
541 tctgcgctgt ctgcagcgat tacgcatcgg gatatcacta tggagtctgg tcgtgtgaag 
601 gatgtaaggc cttttttaaa agaagcattc aaggacataa tgattatatt tgtccagcta 
661 caaatcagtg tacaatcgat aaaaaccggc gcaagagctg ccaggcctgc cgacttcgga 
721 agtgttacga agtgggaatg gtgaagtgtg gctcccggag agagagatgt gggtaccgcc 
781 ttgtgcggag acagagaagt gccgacgagc agctgcactg tgccggcaag gccaagagaa 
841 gtggcggcca cgcgccccga gtgcgggagc tgctgctgga cgccctgagc cccgagcagc 
901 tagtgctcac cctcctggag gctgagccgc cccatgtgct gatcagccgc cccagtgcgc 
961 ccttcaccga ggcctccatg atgatgtccc tgaccaagtt ggccgacaag gagttggtac 
1021 acatgatcag ctgggccaag aagattcccg gctttgtgga gctcagcctg ttcgaccaag 
1081 tgcggctctt ggagagctgt tggatggagg tgttaatgat ggggctgatg tggcgctcaa 
1141 ttgaccaccc cggcaagctc atctttgctc cagatcttgt tctggacagg gatgagggga 
1201 aatgcgtaga aggaattctg gaaatctttg acatgctcct ggcaactact tcaaggtttc 
1261 gagagttaaa actccaacac aaagaatatc tctgtgtcaa ggccatgatc ctgctcaatt 
1321 ccagtatgta ccctctggtc acagcgaccc aggatgctga cagcagccgg aagctggctc 
1381 acttgctgaa cgccgtgacc gatgctttgg tttgggtgat tgccaagagc ggcatctcct 
1441 cccagcagca atccatgcgc ctggctaacc tcctgatgct cctgtcccac gtcaggcatg 
1501 cgagtaacaa gggcatggaa catctgctca acatgaagtg caaaaatgtg gtcccagtgt 
1561 atgacctgct gctggagatg ctgaatgccc acgtgcttcg cgggtgcaag tcctccatca 
1621 cggggtccga gtgcagcccg gcagaggaca gtaaaagcaa agagggctcc cagaacccac 
1681 agtctcagtg acgcctggcc ctgaggtgaa ctggcccaca gaggtcacaa gctgaagcgt 
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BLink, Conserved 
Donnains, Links 



LOCUS 

DEFINITION 
ACCESSION 
VERSION 
DBSOURCE 



KEYWORDS 



SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 

TITLE 

JOURNAL 
PUBMED 
COMMENT 
FEATURES 

source 



1204262A 

estrogen receptor^ 
1-2 0 4 26 2 A " " " 
1204262A GI :224957 
prf : locus 120 4262A; 

stiate : f ibr.osarcoma^ 



595 aa 



linear 



PRI lO-AUG-1994 



taxonomy: / Mammalia. ^ ^ 

Estrogen R^eceptor;'' Human ; cDNAf Clone; Breast Cancer; Seq 
Determination ; 6460tip';;"'5'95"AAs ; Expression in HeLa Cell ; Binding of 
Estradiol; Seq Homol with erbA Protein; Hydropathy Plot. 
Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Euarchontoglires ; Primates ; Catarrhini ; 
Hominidae ; Homo . 
1 (residues 1 to 595) 

Green, S., Walter,?., Kumar, V,, Krust,A., Bornert , J .M , , Argos,P. and 
Chambon, P . 

Human oestrogen receptor cDNA: sequence, expression and homology to 

v-erb-A . -"2 

Nature 320 ( 6058 ), [134-139^ ( 1986 > f 

3754034 

cDNA. 

Locat ion /Qualifier s 
1. .595 

/organism="Homo sapiens" 
/db xref="taxon: 9606 " 



ORIGIN 



// 



1 mtmtlhtkas gmallhqiqg neleplnrpq Ikiplerplg evyldsskpa vynypegaay 

61 efnaaaaana qvygqtglpy gpgseaaafg snglggfppl nsvspsplml Ihpppqlspf 

121 Iqphgqqvpy ylenepsgyt vreagppafy rpnsdnrrqg grerlastnd kgsmamesak 

181 etrycavcnd yasgyhygvw scegckaffk rsiqghndym cpatnqctid knrrkscqac 

241 rlrkcyevgm mkggirkdrr ggrmlkhkrq rddgegrgev gsagdmraan Iwpsplmikr 

301 skknslalsl tadqmvsall daeppilyse ydptrpfsea smmglltnla drelvhminw 

361 akrvpgfvdl tlhdqvhlle cawleilmig Ivwrsmehpv kllfapnlll drnqgkcveg 

421 mveifdmlla tssrfrmmnl qgeefvclks iillnsgvyt flsstlksle ekdhihrvld 

481 kitdtlihlm akagltlqqq hqrlaqllli Ishirhmsnk gmehlysmkc knvvplydll 

541 lemldahrlh aptsrggasv eetdqshlat agstsshslq kyyitgeaeg fpatv 
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DEFINITION 
ACCESSION 
VERSION 
KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 
TITLE 
JOURNAL 
PUBMED 
FEATURES 

source 



HSSTHOR 2402 bp mRNA linear 

Human mRN^^f o r ~s t er o i d-^h o r mo n e — r e e e p t o r — hERR I . -« 
X51416 Y002^9"bw.- ■ f 
X51416.1 



PRI 18-APR-2005 



steroid hormone receptor; transmembrane 



polvA site 



GI :36 608~ ' 

hormone receptor; receptor; 
protein . 
Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Euarchontoglires ; Primates; Catarrhini; 
Hominidae; Homo. 
1 (bases 1 to 2402) 

Giguere,V., Yang,N., Segui,P. and Evans, R.M. 
Identification of a new_class— of— steroid hormone receptors 
Nature 331 ( 615 1 ) ,/ffd-"94 , (1 988 ) / 
3267207 IjrK^:,,: ^^ * 

Location /Qualifier s 

1 . .2402 

/organism="Homo sapiens" 

/ mo l_t y p e = " mRNA " 

/db_xref = " taxon : 9606 " 

/clone=" lambda hKAl and hKE4" 

/tissue_type=")cidney " 

/ cl on e_lib=" lambda gtlO" 

/ dev_stage=" fetal" 

64. . 1629 

/note="unnamed protein product; hormone receptor hERRl (AA 
1-521) " 

/ codon_start=l 
/protein id=" CAA35 778 . 1 " 
/db_xref="GI : 36609" 
/db_xref=" GOA:P11474" 

/db_xref ="UniProt/Swiss-Prot : P11474 " 

/translation="MGLEMSSKDSPGSLDGRAWEDAQKPQSAWCGGRKTRVYATSSRR 
APPSEGTRRGGAARPEEAAEEGPPAAPGSLRHSGPLGPHACPTALPEPQVTSAMSSQV 
VGIEPLYIKAEPASPDSPKGSSETETEPPVALAPGPAPTRCLPGHKEEEDGEGAGPGE 
QGGGKLVLSSLPKRLCLVCGDVASGYHYGVASCEACKAFFKRTIQGSIEYSCPASNEC 
EITKRRRKACQACRFTKCLRVGMLKEGVRLDRVRGGRQKYKRRPEVDPLPFPGPFPAG 
PLAVAGGPRKTAAPVNALVSHLLWEPEKLYAMPDPAGPDGHLPAVATLCDLFDREIV 
VTISWAKSIPGFSSLSLSDQMSVLQSVWMEVLVLGVAQRSLPLQDELAFAEDLVLDEE 
GARAAGLGELGAALLQLVRRLQALRLEREEYVLLKALALANSDSVHIEDEPRLWSSCE 
KLLHEALLEYEAGRAGPGGGAERRRAGRLLLTLPLLRQTAGKVLAHFYGVKLEGKVPM 
HKLFLEMLEAMMD" 
2402 

/note="polyA site" 



// 



1 agctcacagc aagtccaggc tagaggtaga aacgtgagag ccccacggct ggggaagatt 

61 gccatgggat tggagatgag ctccaaggac agccctggca gtctggatgg aagagcttgg 

121 gaagatgctc agaaaccaca aagtgcctgg tgcggtggga ggaaaaccag agtgtatgct 

181 acaagcagcc ggcgggcgcc gccgagtgag gggacgcggc gcggtggggc ggcgcggccc^ 

241 gaggaggcgg cggaggaggg gccgcccgcg gcccccggct cactccggca ctccgggccg 

301 ctcggccccc atgcctgccc gaccgcgctg ccggagcccc aggtgaccag cgccatgtcc 

361 agccaggtgg tgggcattga gcctctctac atcaaggcag agccggccag ccctgacagt 

421 ccaaagggtt cctcggagac agagaccgag cctcctgtgg ccctggcccc tggtccagct 

481 cccactcgct gcctcccagg ccacaaggaa gaggaggatg gggagggggc tgggcctggc 

541 gagcagggcg gtgggaagct ggtgctcagc tccctgccca agcgcctctg cctggtctgt 

601 ggggacgtgg cctccggcta ccactatggt gtggcatcct gtgaggcctg caaagccttc 

661 ttcaagagga ccatccaggg gagcatcgag tacagctgtc cggcctccaa cgagtgtgag 

721 atcaccaagc ggagacgcaa ggcctgccag gcctgccgct tcaccaagtg cctgcgggtg 

781 ggcatgctca aggagggagt gcgcctggac cgcgtccggg gtgggcggca gaagtacaag 

841 cggcggccgg aggtggaccc actgcccttc ccgggcccct tccctgctgg gcccctggca 

901 gtcgctggag gcccccggaa gacagcagcc ccagtgaatg cactggtgtc tcatctgctg 

961 gtggttgagc ctgagaagct ctatgccatg cctgaccccg caggccctga tgggcacctc 

1021 ccagccgtgg ctaccctctg tgacctcttt gaccgagaga ttgtggtcac catcagctgg 

1081 gccaagagca tcccaggctt ctcatcgctg tcgctgtctg accagatgtc agtactgcag 

1141 agcgtgtgga tggaggtgct ggtgctgggt gtggcccagc gctcactgcc actgcaggat 

1201 gagctggcct tcgctgagga cttagtcctg gatgaagagg gggcacgggc agctggcctg 

1261 ggggaactgg gggctgccct gctgcaacta gtgcggcggc tgcaggccct gcggctggag 

1321 cgagaggagt atgttctact aaaggccttg gcccttgcca attcagactc tgtgcacatc 

1381 gaagatgagc cgaggctgtg gagcagctgc gagaagctcc tgcacgaggc cctgctggag 

14 41 tatgaagccg gccgggctgg ccccggaggg ggtgctgagc ggcggcgggc gggcaggctg 

1501 ctgctcacgc taccgctcct ccgccagaca gcgggcaaag tgctggccca tttctatggg 

1561 gtgaagctgg agggcaaggt gcccatgcac aagctgttct tggagatgct cgaggccatg 

1621 atggactgag gcaaggggtg ggactggtgg gggttctggc aggacctgcc tagcatgggg 

16 81 tcagccccaa gggctggggc ggagctgggg tctgggcagt gcacagcctg ctggcagggc 

1741 cagggctaat gccatcagcc cctgggaaca ggccccacgc cctctcctcc ccctcctagg 

1801 gggtgtcaga agctgggaac gtgtgtccag gctctgggca cagtgctgcc ccttgcaagc 

1861 cataacggtg cccccagagt gtagggggcc ttgcggaagc catagggggc tgcacgggat 

1921 gcgtgggagg cagaaaccta tctcagggag ggaaggggat ggaggccaga gtctcccagt 

1981 gggtgatgct tttgctgctg cttaatccta ccccctcttc aaagcagagt gggacttgga 

2041 gagcaaaggc ccatgccccc ttcgctcctc ctctcatcat ttgcattggg cattagtgtc 

2101 cccccttgaa gcaataactc caagcagact ccagcccctg gacccctggg gtggccaggg 

2161 cttccccatc agctcccaac gagcctcctc agggggtagg agagcactgc ctctatgccc 

2221 tgcagagcaa taacactata tttatttttg ggtttggcca gggaggcgca gggacatggg 

2281 gcaagccagg gcccagagcc cttggctgta cagagactct attttaatgt atatttgctg 

2341 caaagagaaa ccgcttttgg ttttaaacct ttaatgagaa aaaaatatat aataccgagc 

2401 tc 
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ORGANISM 



HSERR 



6_45.0„bp m^A linear PRI ll-JUN-2003 



REFERENCE 
AUTHORS 

TITLE 

JOURNAL 
PUBMED 
COMMENT 
FEATURES 

source 



Bornert , J .M. , 



and 



Argos , P . 
expression and homology to 



Homo sapiens mRNA for oestrogen receptor. 

X03635 M1145-7-_ ~J 

X03635.1 GI:31233 

estrogen receptor; receptor; steroid hormone receptor. 
Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Euarchontoglires ; Primates; Catarrhini; 
Hominidae; Homo. 
1 (bases 1 to 6450) 

Green, S., Walter, P., Kumar, V., Krust,A. 
Chambon, P . 

Human oestrogen receptor cDNA: sequence 
v-erb-A ^5;=..^;...^..^^.^.^.:.^^^^ 
Nature 320 <6058), 13.4-139 {198&%^^Si^y 
3754034 

Data kindly reviewed ( 28-OCT-1986 ) by P. Chambon. 
Location /Qualifiers 
1 . . 6450 
/organism="Homo sapiens" 
/mol_type=" mRNA " 
/db_xref^"taxon : 9606 " 
misc feature 26. .32 

/note="CAAT-box" 
misc feature 102. .109 

/note="TATA-box" 
misc RNA 129 

/note="cap site" 
CDS 247 . .309 

/note="ORF" 
/codon_start=l 

/product="hypothetical protein" 
/protein id^" CAD9 74 16 . 1 " 
/db_xref="GI : 31620888" 

/ trans lation="MRCVASNLGLCSFSRWPAGF" 
CDS 361. .2148 

/codon_start=l 

/product="oestrogen receptor" 
/protein_id=" CAA27284 . 1 " 
/db_xref="GI: 31234" 
/db_xr e f = " GOA : PO 3 3 7 2 " 

/db_xref ="UniProt/Swiss-Prot : P03372 " 

/ trans lation="MTMTLHTPLASGMALLHQIQGNELEPLNRPQLKIPLERPLGEVYL 
DSSKPAVYNYPEGAAYEFNAAAAANAQVYGQTGLPYGPGSEAAAFGSNGLGGFPPLNS 
VSPSPLMLLHPPPQLSPFLQPHGQQVPYYLENEPSGYTVREAGPPAFYRPNSDNRRQG 
GRERLASTNDKGSM/iMESAKETRYCAVCNDYASGYHYGVWSCEGCKAFFKRSIQGHND 
YMCPATNQCTIDKNRRKSCQACRLRKCYEVGMMKGGIRKDRRGGRMLKHKRQRDDGEG 
RGEVGSAGDMRAANLWPSPLMIKRSKKNSLALSLTADQMVSALLDAEPPILYSEYDPT 
RPFSEASMMGLLTNLADRELVHMINWAKRVPGFVDLTLHDQVHLLECAWLEILMIGLV 
WRSMEHPVKLLFAPNLLLDRNQGKCVEGMVEIFDMLLATSSRFRMMNLQGEEFVCLKS 
IILLNSGVYTFLSSTLKSLEEKDHIHRVLDKITDTLIHLMAKAGLTLQQQHQRLAQLL 
LILSHIRHMSNKGMEHLYSMKCKNWPLYDLLLEMLDAHRLHAPTSRGGASVEETDQS 
HLATAGSTSSHSLQKYYITGEAEGFPATV" 
misc feature 442. .456 

nuclear transfer signal" 



misc feature 
misc feature 



/note="pot . 
4550 . . 4555 
/note=="pot . 
5625. .5630 
/note="pot . 
6435 . .6440 
6450 



alternate polyA signal" 
alternate polyA signal" 



oolvA signal 
polvA site 
ORIGIN 

1 gagttgtgcc tggagtgatg tttaagccaa tgtcagggca aggcaacagt ccctggccgt 

61 cctccagcac ctttgtaatg catatgagct cgggagacca gtacttaaag ttggaggccc 

121 gggagcccag gagctggcgg agggcgttcg tcctgggagc tgcacttgct ccgtcgggtc 

181 gccggcttca ccggaccgca ggctcccggg gcagggccgg ggccagagct cgcgtgtcgg 

241 cgggacatgc gctgcgtcgc ctctaacctc gggctgtgct ctttttccag gtggcccgcc 

301 ggtttctgag ccttctgccc tgcggggaca cggtctgcac cctgcccgcg gccacggacc 

361 atgaccatga ccctccacac caaagcatct gggatggccc tactgcatca gatccaaggg 

421 aacgagctgg agcccctgaa ccgtccgcag ctcaagatcc ccctggagcg gcccctgggc 

481 gaggtgtacc tggacagcag caagcccgcc gtgtacaact accccgaggg cgccgcctac 

541 gagttcaacg ccgcggccgc cgccaacgcg caggtctacg gtcagaccgg cctcccctac 

601 ggccccgggt ctgaggctgc ggcgttcggc tccaacggcc tggggggttt ccccccactc 

661 aacagcgtgt ctccgagccc gctgatgcta ctgcacccgc cgccgcagct gtcgcctttc 

721 ctgcagcccc acggccagca ggtgccctac tacctggaga acgagcccag cggctacacg 

781 gtgcgcgagg ccggcccgcc ggcattctac aggccaaatt cagataatcg acgccagggt 

841 ggcagagaaa gattggccag taccaatgac aagggaagta tggctatgga atctgccaag 

901 gagactcgct actgtgcagt gtgcaatgac tatgcttcag gctaccatta tggagtctgg 

961 tcctgtgagg gctgcaaggc cttcttcaag agaagtattc aaggacataa cgactatatg 

1021 tgtccagcca ccaaccagtg caccattgat aaaaacagga ggaagagctg ccaggcctgc 

1081 cggctccgca aatgctacga agtgggaatg atgaaaggtg ggatacgaaa agaccgaaga 

1141 ggagggagaa tgttgaaaca caagcgccag agagatgatg gggagggcag gggtgaagtg 

1201 gggtctgctg gagacatgag agctgccaac ctttggccaa gcccgctcat gatcaaacgc 

1261 tctaagaaga acagcctggc cttgtccctg acggccgacc agatggtcag tgccttgttg 

1321 gatgctgagc cccccatact ctattccgag tatgatccta ccagaccctt cagtgaagct 

1381 tcgatgatgg gcttactgac caacctggca gacagggagc tggttcacat gatcaactgg 

1441 gcgaagaggg tgccaggctt tgtggatttg accctccatg atcaggtcca ccttctagaa 

1501 tgtgcctggc tagagatcct gatgattggt ctcgtctggc gctccatgga gcacccagtg 



1 von 2 



07.09.2005 13:56 



J^CBI Seijuence Viewer v2.0 ^ http://www.ncbi.nlm.nih,gov/entrez/viewer.fcgi?val=31233 



1561 aagctactgt ttgctcctaa cttgctcttg 
1621 atggtggaga tcttcgacat gctgctggct 
1681 cagggagagg agtttgtgtg cctcaaatct 
1741 tttctgtcca gcaccctgaa gtctctggaa 
1801 aagatcacag acactttgat ccacctgatg 
1861 caccagcggc tggcccagct cctcctcatc 
1921 ggcatggagc atctgtacag catgaagtgc 
1981 ctggagatgc tggacgccca ccgcctacat 
2041 gaggagacgg accaaagcca cttggccact 
2101 aagtattaca tcacggggga ggcagagggt 
2161 tcccacacgg ttcagataat ccctgctgca 
2221 aattctgtct cctgcataca ctccggcatg 
2281 ggccattcat ttgcttgctc agttcttagt 
2341 ccaaagggat tccaaggcta aatctttgta 
2401 aagcgtgagg attcccgtag ctcttcacag 
2461 taactctgtg catttaagct acttgtagag 
2521 ctgataagca ctttttaaat ggctctaaga 
2581 cctttaattg gtgacttgga gaaagctagg 
2641 tcctatggca atgcatcctt ttatgaaagt 
2701 gcagagtatc tggtgattgt caattcactt 
2 761 ggaaggcaga tcccctagtt ggccaagact 
2821 gtgtcctgaa gctctgcctc tggctttccg 
2881 atggacctat ggagagcaac aagttgatct 
2941 tcctgatttt tgtttttatt tttgtgttac 
3001 gtaaggtcag cttcaggacc tgttccagtg 
3061 tgtgccttac acaggggtga actgttcact 
3121 ttgaaaggag caggggccct ggtgttgcat 
3181 ttgtgcagga ttgttgtggc tactagagaa 
3241 cagttctgag cacagccaga cttgctcagg 
3301 acattccttg cagaccccgc attgcctttg 
3361 gctcttattc atttcccagc gtggccctgg 
3421 gctgtgttcc tacaattggc ccagcaccct 
34 81 tgtcactact caggctgact ggggcctggt 
3541 ataatccaaa atcagggttt ggtttgggga 
3601 gttccctacc gcctccactc ctgccagctc 
3661 taaaaaagaa aggctcattc cagccacagg 
3721 cacaattatg ggttacttcc tttttcttaa 
3781 accttattgt ctgtaattga aaccctattg 
3841 aggtagctgc tcgggcttct cttggtatgt 
3901 ctgattgtcc agttaagtga tcaccaaagg 
3961 aaaaagtttt tatgtgcact taaatttggg 
4021 gcttaagaac ataattcttt tgttgctgtt 
4081 agcaccttat atagtataat atatattttt 
4141 ttgaatgtag taattctgtt ctggatttaa 
4201 aaaaatattt agtttttttt tttttttttg 
4261 cagtcattta tgcctaaagc ctggtgatta 
4321 aacttttgta tccacagtag acaaaatagc 
4381 aatgacagac aatcttatgt agcaaagatt 
4441 ctaattttgc ttttaccaaa atatcagtag 
4501 gtgggttctt tttaatgttt atacttagat 
4561 aaaaatttct aggactagac gatgtaatac 
4621 ggttttacat tattcatcca atgtgtttct 
4681 tgggcagaga acatcagatg attgaaatgt 
4741 tctctttgta tttttacttg aagtgccact 
4801 tggtattggg tgtaggaaca tgatttaaaa 
4861 ctgaggcaag ttaaaatgta aaagatgtga 
4921 agtggattca ggaatctggg gaatggcaaa 
4981 aggaaaatgg ttaattctgg gtgtgcacca 
5041 gaccacaaat caactagctc catttacagc 
5101 gaagaaagaa caacatcagc agtaaagtcc 
5161 cgccattgcc tagcttgccg taatgattct 
5221 ctaggtcatc caaagagaag accctatcaa 
5281 gtgcagtctt tgatttgatt tccctagtaa 
5341 ccatgccttt tgagggctga acaaataagg 
5401 taaggtgttc tcaccttgaa atcttataca 
5461 ttagagtact ccttcccctg catgacactg 
5521 aattatgaga tggactgtgg gtactgggag 
5581 ttcacaggca gatctgcttg gggaagctag 
5641 agctcaaaag gcaaccataa ttctctttgg 
5701 actgcaccat tcccaagtta atcccctgaa 
5761 tggtcccaaa tatccatctt ttcagtagcg 
5821 ctttccaatt gaattaaagt gtggcctcgt 
5881 attgctgcct ctattatggc acttcaattt 
5941 tctattcatt tttttgcatc caattgtgcc 
6001 gttccaaacc catcgtcagt gtgtgtgttt 
6061 gtcccatgag caggtgcctg agacacagac 
6121 atagagactt gaattaataa gtgacattat 
6181 caatgctttt tgtgcactac atactcttca 
6241 tcaaatgcca aattgtgttt gatggattaa 
6301 gatgtgactc ggttttgtcg cagctttgct 
6361 tttgcacttt gaaaaagaat ccagcgggat 
6421 ctatttgatg ttcaaataaa gaattaaact 



gacaggaacc agggaaaatg tgtagagggc 
acatcatctc ggttccgcat gatgaatctg 
attattttgc ttaattctgg agtgtacaca 
gagaaggacc atatccaccg agtcctggac 
gccaaggcag gcctgaccct gcagcagcag 
ctctcccaca tcaggcacat gagtaacaaa 
aagaacgtgg tgcccctcta tgacctgctg 
gcgcccacta gccgtggagg ggcatccgtg 
gcgggctcta cttcatcgca ttccttgcaa 
ttccctgcca cagtctgaga gctccctggc 
ttttaccctc atcatgcacc actttagcca 
catccaacac caatggcttt ctagatgagt 
ggcacatctt ctgtcttctg ttgggaacag 
acagctctct ttcccccttg ctatgttact 
ctgaactcag tctatgggtt ggggctcaga 
acccaggcct ggagagtaga cattttgcct 
ataagccaca gcaaagaatt taaagtggct 
tcaagggttt attatagcac cctcttgtat 
ggtacacctt aaagctttta tatgactgta 
ccccctatag gaatacaagg ggccacacag 
tattttaact tgatacactg cagattcaga 
gtcatgggtt ccagttaatt catgcctccc 
tagttaagtc tccctatatg agggataagt 
aaaagaaagc cctccctccc tgaacttgca 
ggcactgtac ttggatcttc ccggcgtgtg 
gtggtgatgc atgatgaggg taaatggtag 
ttagccctgg ggcatggagc tgaacagtac 
caagagggaa agtagggcag aaactggata 
tggccctgca caggctgcag ctacctagga 
ggggtgccct gggatccctg gggtagtcca 
ttggaagaag cagctgtcaa gttgtagaca 
ggggcacggg agaagggtgg ggaccgttgc 
cagattacgt atgcccttgg tggtttagag 
agaaaatcct cccccttcct cccccgcccc 
atttccttca atttcctttg acctataggc 
gcagccttcc ctgggccttt gcttctctag 
caaaaaagaa tgtttgattt cctctgggtg 
agaggtgatg tctgtgttag ccaatgaccc 
cttgtttgga aaagtggatt tcattcattt 
actgagaatc tgggagggca aaaaaaaaaa 
gacaatttta tgtatctgtg ttaaggatat 
tgtttaagaa gcaccttagt ttgtttaaga 
ttgaaattac attgcttgtt tatcagacaa 
tttgactggg ttaacatgca aaaaccaagg 
tatacttttc aagctacctt gtcatgtata 
ttcatttaaa tgaagatcac atttcatatc 
actaatccag atgcctattg ttggatattg 
atgcctgaaa aggaaaatta ttcagggcag 
taatattttt ggacagtagc taatgggtca 
tttcttttaa aaaaattaaa ataaaacaaa 
cagctaaagc caaacaatta tacagtggaa 
attcatgtta agatactact acatttgaag 
tcgcccaggg gtctccagca actttggaaa 
aatggacagc agatattttc tggctgatgt 
aaaaaactct tgcctctgct ttcccccact 
tttatctggg gggctcaggt atggtgggga 
tatattaaga agagtattga aagtatttgg 
aggttcagta gagtccactt ctgccctgga 
catttctaaa atggcagctt cagttctaga 
atggaatagc tagtggtctg tgtttctttt 
ataatgccat catgcagcaa ttatgagagg 
tgtaggttgc aaaatctaac ccctaaggaa 
ccttgcagat atgtttaacc aagccatagc 
gacttactga taatttactt ttgatcacat 
ctgaaatggc cattgattta ggccactggc 
attacaaata ctttcctatt catactttcc 
tgatcactaa caccatagta atgtctaata 
ttatgtgaaa ggcaaataaa gtcatacagt 
tgcaagtctt gggagcgtga tctagattac 
aacttactct caactggagc aaatgaactt 
ttaattatgc tctgtttcca actgcatttc 
ttttagtcat ttaaaattgt tttctaagta 
tgcactgtct tttgagattc aagaaaaatt 
tgaactttta aaatatgtaa atgctgccat 
agagctgtgc accctagaaa caacatactt 
ccctttgcat tcacagagag gtcattggtt 
gccagtttct gttctctcac aggtgataaa 
gtgtagagct cttgttttat gggaaaaggc 
tatgcccttt tgccgatgca tactattact 
ttgtttaatg aaacacactt gtaaacctct 
gctcgagcac ctgtaaacaa ttttctcaac 
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Features: f SNP graph f CDD P MGC f HPRD f STS f tRNA ^Birei 

BLink, Conserved 
Domains, Links 

PRI 15-DEC-1996 



KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 

TITLE 
JOURNAL 
PUBMED 
REFERENCE 
AUTHORS 



LOCUS IJAI - - Igg aa linear 

DEFINITION H-Ras P21_Pratein- Mutant" ci 2p, Complexed With 

GuanosTne-5 ' - [beta, Gamma-Methylene ] Triphosphate And Manganese. 
ACCESSION IJAI 
VERSION IJAI 01:2392390 

DBSOURCE pdb: molecule IJAI^^chain 32, release Dec 15, 1996; 
deposition: Dec 15;^f 1996; ^ 
class: Gtp-Binding;^^ — " 

source: Mol_id: 1; Organism_scient if ic : Homo Sapiens; 
Organism_common : Human; Gene: H-Ras-1; Expression_system : 
Escherichia Coli; ExprGssion_system_strain : Ck 600 K; 
Expression_system_vector : Ptac Ras ; 
Exp. method: X-Ray Diffraction. 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Euarchontoglires ; Primates; Catarrhini; 
Hominidae; Homo. 

1 (residues 1 to 166) 

Seeburg, P . H . , Colby, W.W., Capon, D. J., Goeddel,D.V. and 
Levin son, A . D . 

Biological properties of^human "c-Ha-rasl genes mutated at codon 12 

Nature 312 (5989), 71-75 •:( 1984 ) I 

6092966 ^^^"^ 

2 (residues 1 to 166) 

Pai,E.F., Krengel,U., Petsko,G,A., Goody, R.S., Kabsch,W. and 
Wittinghof er , A . 

TITLE Refined crystal structure of the triphosphate conformation of H-ras 

p21 at 1.35 A resolution: implications for the mechanism of GTP 

hydrolysis j 

JOURNAL EMBO J. 9 (8), 2351-235 9 vr.( r9'9 0 ) _ , i 
PUBMED 2196171 Ljiii:---' ' ' 

REFERENCE 3 (residues 1 to 166) 

AUTHORS Schweins,T., Schef f zek, K . , Assheuer,R. and Witt inghof er , A . 
TITLE The role of the metal ion in the p21ras catalysed GTP-hydrolysis : 

Mn24- versus Mg2+ ^ - ^ 

JOURNAL J. Mol. Biol. 266 (4), 8 47-856^(19 9-7 ) * 

PUBMED 9102473 
REFERENCE 4 (residues 1 to 166) 

AUTHORS Schweins,T., Schef f zek, K . , Assheuer,R. and Witt inghof er , A . 
TITLE Direct Submission - - i 

JOURNAL Submitted ( 15-DEC-1§^9 6 )_ _ I 
COMMENT Revision His tor y:'^^' 

JUL 23 97 Initial Entry. 
FEATURES Location/Qualifiers 
source 1 . .166 

/organism="Homo sapiens" 
/db xref="taxon: 9606 " 
SecStr 2 . , 10 

/sec_str_type=" sheet " 
/note="strand 1" 
SecStr 16 . . 24 

/ sec_str_type="helix" 
/note="helix 1" 
Het join (bond (17) , bond (35) , bond (35) , bond (35 ) ) 

/heterogen=" ( MN, 168 )" 
SecStr 36 . . 43 

/ sec_str_type=" sheet " 
/note="strand 2" 
SecStr 44 . . 47 

/sec_str_type=" sheet " 
/note="strand 3" 
SecStr 48 . . 59 

/sec_str_type=" sheet " 
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SecStr 



SecStr 



SecStr 



SecStr 



SecStr 



SecStr 



/note="strand 4" 
64, .72 

/sec_str_type=" helix" 
/note="helix 2" 
76 . . 84 

/ sec_str_type=" sheet " 
/note="strand 5" 
93 . . 104 

/sec_str_type=" helix" 
/note="helix 3" 
110. .117 

/ sec_str_type^" sheet " 
/note="strand 6" 
127. .137 

/ sec_str_type="helix" 
/note="helix 4" 
139 . .145 

/sec_str_type= "sheet" 
/note="strand 7" 
152. . 165 

/sec_str_type=" helix" 
/note="helix 5" 



ORIGIN 



// 



1 mteyklvvvg apgvgksalt iqliqnhfvd eydptiedsy rkqvvidget clldildtag 
61 qeeysamrdq ymrtgegflc vfainntksf edihqyreqi krvkdsddvp mvlvgnkcdl 
121 aartvesrqa qdlarsygip yietsaktrq gvedafytlv reirqh 
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F1: AAC13246 . Reports ras p21 [Canis fa...[gi:3043763] 



Domains, Links 



LOCUS 



AAC13246, 



46|_ _ _ o 

DEFINITIONSras p21 t Gaiiis^^^f amiliaris j] . 
ACCESSION-^''AAC132'4 6 -^^-^-^'^ - 



83 aa 



linear 



MAM 25-APR-2000 



VERSION 
DBSOURCE 
KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 
TITLE 



JOURNAL 
PUBMED 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

REMARK 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

REMARK 
FEATURES 

source 



Protein 



CDS 



AAC13 2 46. 1 GI : 30 43 763 

locus CFU62092 accession U62092 . 3 

Canis familiaris (dog) 
Canis familiaris 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Laurasiatheria ; Carnivora; Fissipedia; Canidae; 
Canis . 

1 (residues 1 to 83) 

Watzinger , F . , Mayr,B., Haring,E. and Lion,T. 

High sequence similarity within ras exons 1 and 2 in different 
mammalian species and phylogenetic divergence of the ras gene 

family - - ^ 

Mamm. Genome 9 (3), 214-2*;19 (19 98) ? 

9501305 J^-' 

2 (residues 1 to 83 ) 
Wat zinger , F . 

Direct Submission - -- j 

Submitted ' (r2.§^JUN-l 9 96 ) | Children ' s Cancer Research Institute, 
Kinderspita^Tgas's'e 6, Vienna A-10 90, Austria 

3 (residues 1 to 83) 
Wat z inger , F . 

Direct Submission 

Submitted ( 23-NOV-1999 ) Children's Cancer Research Institute, 
Kinderspitalgasse 6, Vienna A-1090, Austria 
Sequence update by submitter 

4 (residues 1 to 83) 
Watzinger , F . 

Direct Submission 

Submitted ( 25-APR-2000 ) Children's Cancer Research Institute, 
Kinderspitalgasse 6, Vienna A-1090, Austria 
Sequence update by submitter 

Location/Qualif ier s 

1 . . 83 

/organism="Canis familiaris" 
/db xref="taxon : 9615 " 
1 . . 83 

/product="ras p21" 
1 . . 83 

/gene="H-ras" 

/coded_by="U62092.3:<l. .>249" 



ORIGIN 



// 



1 vvgaggvgks altiqliqnh fvdeydptie dsyrkqvvid getclldild tagqeeysam 
61 rdqymrtgeg flcvfainnt ksf 
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SOURCE 
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REFERENCE 
AUTHORS 
TITLE 



JOURNAL 
PUBMED 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

FEATURES 

source 



MAM lO-APR-1998 



AAC 13249^- 83 aa linear 

' ^^M^^lis catus] . 

AAC13249 .1 GI : 30 43 76 9 
locus FCU62088 accession U62Q88 . 1 

Felis catus (cat) 
Felis catus 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Laurasiatheria ; Carnivora; Fissipedia; Felidae; 
Felinae; Felis. 

1 (residues 1 to 83) 

Watzinger , F . , Mayr,B., Haring^E. and Lion,T. 

High sequence similarity within ras exons 1 and 2 in different 
mammalian species and phylogenetic divergence of the ras gene 

family 

Mamm . Genome ^M(^^ fl^^mA^ ¥WM(¥mBmm 

9501305 mmmmimm:^-^''--'^^^^^^^ 

2 (residues 1 to 83) 
Watzinger , F . 
Direct Submission 

Submitted ( 25-JUN-19 96 ) Children's Cancer Research Institute, 
Kinderspitalgasse 6, Vienna A-1090, Austria 
Location /Qualifiers 
1 . . 83 

/organism="Felis catus" 

/db_xref ="taxon : 9685 " 
Protein 1 . . 83 

/product^" ras p21" 
CDS 1 . . 83 

/gene="H-ras" 

/coded_by="U620 88 . 1 : <1 . .>2 49" 
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F1: 621 P . Reports Chain , H-Ras P2...[gi:494922] 

LOCUS 621E__ J 166 aa ^ linear PRI 07-OCT-1998 

DEFINITION rTH-Ras P21 Brotein Mutant With'^'^'Gln 61 Replaced By Hhs (Q61h) Complex 

^■ Wrth "Guanosine-5 ' - [b, G-Imido]L^Triphosphat:e . 
ACCESSION 621P 
VERSION 621P GI: 494922 

DBSOURCE pdb: molecule 621P,__ chain 32, release Jun^^r^gv- 1;9J1 ^^^^^ 
deposition: Junfs, 1991 
class: Oncogene ^Pr o t e i n ; 

source: Human (Homo Sapiens) Cellular Harvey-Ras Gene Truncated And 
Expressed In (Escherichia Coli); 
Exp. method: X-Ray Diffraction. 

KEYWORDS 

SOURCE Homo sapiens (human) 

ORGANISM Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Euarchontoglires ; Primates; Catarrhini; 
Hominidae; Homo. 

1 (residues 1 to 166) 

Pai,E.F., Krengel,U,, Petsko,G.A., Goody, R.S., Kabsch,W. and 
Wittinghof er , A, 

Refined crystal structure of the triphosphate conformation of H-ras 
p21 at 1.35 A resolution: implications for the mechanism of GTP 

hydrolysis _ . -t 

EMBO J. 9 (8), 2351-2359^^1199(3) _ | 
2196171 

2 (residues 1 to 166) 

Krengel,U., Schlichting, L . , Scherer,A., Schumann, R., Freeh, M., 
John, J., Kabsch,W., Pai,E.F. and Wittinghof er , A . 

Three-dimensional structures of H-ras p21 mutants: molecular basis 
for their inability^--to..f unction as signal switch molecules 
Cell 62 (3), 539-548' (1990) < 
2199064 ^ ''^ ' 

3 (residues 1 to 166) 

Krengel,U., Scherer,A., Kabsch,W., Wittinghof er, A. and Pai,E,F. 
Direct Submission__ _ _ ^ ^ 
Submitted ( 06-JUN-199 1 ) | 
Revision History":^ — ~ 
JAN 31 94 Initial Entry. 

Location /Qualifiers 
1 . . 166 

/organism="Homo sapiens" 
/db xref ="taxon : 9606 " 
2 . . 10 

/sec_str_type=" sheet" 
/note="strand 1" 
16. .24 

/ sec_str_type=" helix" 
/note="helix 1" 

join (bond (17) , bond (35) , bond (35) , bond (35) , bond (35) , 
bond(35) ) 

/heterogen=" ( MG, 168 ) Magnesium ++" 
36 . . 43 

/sec_str_type=" sheet" 
/note="strand 2" 
44. . 47 

/ sec_str_type=" sheet " 
/note="strand 3" 
48 . .59 

/sec_str_type=" sheet" 
/note="strand 4" 
76. .84 

/ sec_str_type=" sheet " 
/note="strand 5" 
94, . 104 

/sec_str_type=" helix" 
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/note="helix 2" 
110 . .117 

/sec_str_type=" sheet " 
/note=" strand 6" 
127. . 137 

/sec_str_type=" helix" 
/note="heiix 3" 
139 . . 145 

/sec_str_type=" sheet " 
/note=" strand 7" 
152 . . 165 

/sec_str_type=" helix" 
/note-"helix 4" 
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F1: AAB02605 . Reports c-Ha-ras1 p21 pro.. .[gi:1 90891] 



LOCUS 

DEFINITION 
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DBSOURCE 

KEYWORDS 
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REFERENCE 
AUTHORS 
TITLE 

JOURNAL 
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COMMENT 



FEATURES 

source 



AAB02605 



linear 



PRI 13-FEB-2004 



^ 18 9-aa - i 

iC-Ha-rasl p21 protein ,[Homo sapiens] : 

AAB 02605 ''c AA2 383 7 

AAB02 6 05 . 1 GI : 1908 91 

locus HUMRASH accession J00277 . 1 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleos tomi ; 
Mammalia; Eutheria; Euarchontoglires ; Primates; Catarrhini; 
Hominidae ; Homo . 
5 (residues 1 to 189) 

Capon, D.J., Chen,E.Y., Levinson, A . D . , Seeburg,P.H. and Goeddel,D.V. 
Complete nucleotide sequences of the T24 human bladder carcinoma 
oncogene and its normal— homologue / 
Nature 302 (5903), 33-37 (1983) _ 
6298635 " 

On Feb 12, 2004 this sequence version replaced qi : 35887 . 
The human genome contains a family of genes with homology to the 
Harvey murine sarcoma virus oncogene (c-Ha-ras) . Two of these 
homologues are detectable by high stringency Southern 
hybridizations; the c-Ha-rasl and c-Ha-ras2 genes, which occur on 
BamHI fragments of varying sizes from 3 to 9 kb because of allelic 
polymorphisms in the flanking regions. 

Genomic mapping and nucleotide sequencing has shown that c-Ha-rasl 
is the normal progenitor of the transforming gene found in several 
human tumor cell lines (T24 bladder carcinoma; EJ bladder 
carcinoma; Hs242 lung carcinoma; SK2 melanoma; and HS578T mammary 
carcinosarcoma) . The only difference within the coding exons of 
the c-Ha-rasl proto-oncogene and the oncogene of the T24 and EJ 
cell lines is a 'g' to 't' transversion within codon 12 that 
results in the substitution of valine for glycine at this position 
in the p21 protein encoded by c-Ha-rasl. The mutation responsible 
for transforming ability of the p21 protein in the SK2 and Hs242 
cell lines is an 'a' to 't' transversion within codon 61 that 
results in the substitution of leucine for glutamine at this 
position. The mutation responsible for transforming ability of the 
p21 protein in the HS578T cell line is a 'g' to 'a' transition 
within codon 12 that results in the substitution of Aspartic acid 
for glycine at this position [9] . Because this 'g' to 'a' 
transition abolishes a Mspl/Hpall site within the transformed 
allele, [9] was able to determine that both of the H-rasl alleles 
found in normal cells from the same individual from which the 
HS578T cells were obtained, had the normal sequence at this 
position . 

A region of repeated DNA consisting of the 28bp consensus sequence 
' cactcccccttctctccaggggacgcca ' begins at position 4755. The repeat 
occurs 29 times in the plasmid used for this sequence but may occur 
more times in the native DNA. This region is known to be 
unessential for transforming activity [5], 

[5] constructs a chimeric SV40 early promoter /human c-Ha-rasl 
plasmid to demonstrate that upon transfection transforming activity 
is unaffected. [2], [5] and [7] discuss the extensive homology with 
the retroviral one genes (v-has, v-bas, v-ha-ras). Complete source 
information : 

Human genomic DNA [3], [1], [5]; human bladder carcinoma cell line 
T24 DNA [3] , [2] , [5] , [7] ; cDNA to mRNA, clones RS-3, RS-4 and RS-6 
[4] ; human bladder carcinoma cell line EJ DNA [1] ; human lung 
carcinoma cell line Hs242 DNA [6]; human melanoma cell line SK2 
DNA, clone lambda-SK2-T2 [8]; human mammary carcinosarcoma cell 
line SH578T DNA, clone lambda-HS578T [9], [10]. 

Location/Qualifiers 

1 . . 189 

/organism="Homo sapiens" 
/db xref="taxon: 9606 " 
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/note="genomic clones lambda- [SK2-T2, HS578T] ; cDNA clones 

RS-[3,4, 6]" 
Protein 1 , .189 

/product=" c-Ha-ras 1 p21 protein" 
CDS 1 . . 189 

/coded_by-" join ( J0 02 7 7. 1 : 1664 1774, JO 0277 . 1 : 2042 . .2 220, 

J00277.1:23 74. . 2 533, J002 77 . 1 : 3231 . .3350) " 

ORIGIN 
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DEFINITION 
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VERSION 
KEYWORDS 
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ORGANISM^ 



MAU38462 
Mesocricetus auratu sBHa 
partial cds . 
U38462 

U38462.1 GI:1053060 



488 bp DNA linear 
-ras protein (c-Ha-ras) gene. 



ROD 08-NOV-1995 
exon 1 and 2, 



W^^^^2iSS^mMmmS^^mmM^°^'^^^ hamster) 



REFERENCE 
AUTHORS 
TITLE 
JOURNAL 



FEATURES 

source 



gene 



// 



Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Euarchontoglires ; Glires; Rodentia; 
Sciurognathi; Muroidea; Cricetidae; Cricetinae; Mesocricetus. 
1 (bases 1 to 488) 

Chakravarti , D . , Cavalieri, E . L . and Rogan,E.G. 
Direct Submi s sion ^ 

Submitted l^t^l ^ mQ ^!^ ^^^^^^^'^^^"^^ i yot i Chakravarti, Eppley Institute, 
University'^tJiNebr'a^i^^^edical Center, 600 South 42nd Street, 
Omaha, NE 68198-6805, USA 

Location /Qualifiers 
1 . . 488 

/organism="Mesocr icetus auratus" 
/mol_type=*'genomic DNA" 
/db xref="taxon : 10036 " 
/t is sue_type= "kidney " 

/note="the identical sequence was found in five normal 
kidney DNA and five kidney tumor DNA samples" 
1 . .488 

/gene=" c-Ha-ras" 
joind. .111, 303- .>481) 
/gene=" c-Ha-ras" 
/note="p21" 
/codon_start=l 
/product="Ha-ras" 
/protein id=" AAB60504 . 1 " 
/db_xref="GI : 1053061" 

/trans lation="MTEYKLVWGAGGVGKSALTIQLIQNHFVDEYDPTIEDSYRKQV 
VIDGETCLLDILDTAGQEEYSAMRDQYMRTGEGFLCVFAINNTKSFEDIHQY" 
<1 . .111 

/gene=" c-Ha-ras" 
/number=l 
112 . .302 

/gene==" c-Ha-ras " 
/note="intron B" 
131 

/gene="c-Ha-ras " 

/note="this sequence has an extra C not found in GenBank 
Accession Number M8 4166" 
/replace=" " 
169 

/gene=" c-Ha-ras" 

/note="this secfuence has an extra C not found in GenBank 
Accession Number MB4166" 
/replace=" " 
208 

/gene="c-Ha-ras " 

/note="this sequence has an extra C not found in GenBank 
Accession Number M84166" 
/replace=" " 
250 

/gene=" c-Ha-ras" 
/note="this sequence has an extra G not found in GenBank 
Accession Number M84166" 
/replace=" " 
axon 303 . . 481 

/gene=" c-Ha-ras" 
/ number =2 
intron 482..>488 

/gene=" c-Ha-ras" 
/note="intron C" 

ST 

1 atgacagaat acaagctcgt ggtggtgggc gctggaggcg tgggaaagag tgccctgacc 
61 atccagctga tccagaacca ttttgtggac gagtatgacc ccaccataga ggtgagctct 
121 ggctacctgc ctgggctctg gcagtggtca tggaagagtc aggaaaggcc cacacagcta 
181 ggtcttgcag gtggtacgag tctgtttcca cctgatctaa cagggcatga gaggtgcaag 
241 ggtaggcggg ctcttggcat ctctgaggag aggtggaacc cctaagctct gttcttctgc 
301 aggattccta ccggaaacag gtggtcattg atggggagac atgtctgctg gacatcttag 
361 acacagcagg ccaagaggag tacagtgcca tgagggacca gtacatgcgc acaggggagg 
421 gcttcctctg tgtgttcgcc atcaacaaca ccaagtcctt tgaagacatc catcagtaca 
481 ggtgagtt 
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Aii: bacteria: RefSeq: 
30 0 0 

Items 1 - 20 of 30 



ri: 1WQ1G Reports 

Chain G, Ras-Rasgap Complex 
gi|34021 30|pdb|1 WQ1 |G[34021 30] 

r2: 1WQ1R Reports 

Chain R, Ras-Rasgap Complex 
gi|3402129|pdb|1WQ1|R[3402129] 
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BLink, Conserved Domains, Links 



BLink, Conserved Domains, Links 



BLink, Conserved Domains, Links 



rS: 1A2B Reports 

Chain , Human Rhoa Complexed With Gtp Analogue 
gi|3318980|pdb|1A2B| [3318980] 

1^4: 2RGF Reports BLink, Conserved Domains, Links 

Chain , Rbd Of Ral Guanosine-Nucleotide Exchange Factor (Protein), 
Nmr, 10 Structures 
gi|2982004|pdb|2RGF| [2982004] 



rS: 1JAI 

n 



Reports 



BLink, Conserved Domains, Links 



. Chajn^ H-^as P21 Profein Mutant G12b, Complexed With 
Guanosine-S'^betarGamma-Methylene] Triphosphate And Manganese 
gi|2392390|pdb|1JAI| [2392390] 

r"6: UAH Reports BLink, Conserved Domains, Links 

rChaln V H-Ras P21 Protein Mutant G12p, Conr!plexed With 
^Guandsine-5"[betarGarhma-Methylene] Triphosphate And Magnesium 
gi|2392389|pdb|1JAH| [2392389] 



BAA20127 



Reports 



Rap 1B [Rattus norvegicus] 

gi|21 1 6982|dbj|BAA201 27.1 1[21 1 6982] 



Reports 



rs: 

BAA20126 

Rap 1 A [Rattus norvegicus] 

gi|21 1 6980|dbj|BAA201 26.1 1[21 1 6980] 
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Reports 



r9: 

AAC52724 

RalGDS-like factor 

gi|1 354501 |gb|AAC52724.1 1[1 354501] 



nO: 1AGP Reports^^ 

13h ain , J3zHr Bi^^iiP^ 
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Sntrez I^otein ^ ^ http://www.ncbi.nlni.nih.gov/entrez/query.fcgi?CMD=search.. 

(G12d) Complexed With Guanosine-5'-[b,G-lmido] Triphosphate 
gi|515076|pdb|1AGP| [515076] 

nil: 1GNP— Reports - BLink, Conserved Domains, Links 

rGhala,-C-H-Ras P21 Protein Complexed m 

^ Anthraniloyl-2'-Deoxyguanosine-5'-[beta,Gamnria-imido]- Triphosphate 
(Residues 1 - 166) 
gi|1127267|pdb|1GNP| [1127267] 

1^12: 1 PLL Reports BLink, Conserved Domains, Links 

"~"Chain , C-H-Ras P21 Proteiri Mutant With Gly 12 Replaced By Pro 
(GT2p) Coiripiexed With Guarioslne-Dlphosphate 
gi|576244|pdb|1PLL| [576244] 

n i3: 1 PLK Reports BLink, Conserved Domains, Links 

^ "Chain , C-H-Ras P21 Protein Mutant With Gly 12 Replaced By Pro 
(G1 2p) Complexed With Guanosine-Triphosphate 
gi|576243|pdb|1PLK| [576243] 

^14: 1 PLJ Reports BLink, Conserved Domains, Links 

Chain , C-H-Ras P21 Protein Mutant With Gly 12 Replaced By Pro 
" (GT2p) Complexed With P3-1-(2-Nitrophenyl)ethyl- 
Guanosine-5'-(B,G-lmido)-Triphosphate 
gi|576242|pdb|1PLJ| [576242] 

f ^5: 821 P _R^PPI^^_ - - BLink, Conserved l^omains, Links 

; "Chain /C-H-Ras P21 Protein (Residues 1 - 166) Mutant With^Gly 12 
Replaced By Pro (G12p) Complex With Guanosine-5'-[b,G-lmido] 
Triphosphate 

gi|494936|pdb|821P| [494936] 

r"16: 721 P i^^P'^^A BLink, Conserved Domains, Links 

' ^Chain / H-Ras P21 P^^^^ With Gin 61 Replaced By Leu (Q61I) 

Complex With Guanosine-5'-[b,G-lmido] Triphosphate 
gi|494925|pdb|721P| [494925] 

["^17: 621 P Reports , BLInk, Conserved Domains, Links 

^""Chain ;H-Ras P2T Protein Mutant With Gin 61 Replaced By His (iQ61h) 
Complex With Guanosine-5'-[b,G-lmido] Triphosphate 
gi|494922|pdb|621P| [494922] 

flS: 521 P Reports , BLink, Conserved Domains, Links 

^Cliain., H-Ras P21 Protein Mutant With Gly 12 Replaced By Val (G12v) 
^Complex With Guanosine Triphosphate 
gi|494910|pdb|521P| [494910] 

ni9: 421 P Reports BLink, Conserved Domains, Links 

(^Chain , H-Ras P21 Protein Mutant With Gly 12 Replaced By/Arg (G12r) 
Cortiplex With Guanosine-5'-[b,G-lmido] Triphosphate 
gi|494886|pdb|421P| [494886] 

r" 20: 221 P Reports BLInk, Conserved Domains, Links 

r Chain , H-Ras P21 Protein Mutant With Asp 38 Replaced By Glu (D38e) 
""Complex With Guanosine-5'-[b,G-lmido] Triphosphate 
gi|494721|pdb|221P| [494721] 
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